SUPPLEMENTARY METERIALS AND METHODS

Materials
SP600125 was from Calbiochem (Billerica, MA, USA). Cell counting kit-8 (CCK-8) was from Dojindo (Kumamoto, Japan). DMSO, acrylamide/bis-acrylamide 37.5:1 solution (40%), urea, Tween-20 and ammonium sulfate were from Amresco (Solon, OH, USA). IPG strip (pH 4-7) 17 cm was from Bio-Rad (Quarry Bay, Hong Kong). Recombinant DNase I (RNasefree) was from Takara (Shiga, Japan). Sequencing-grade modified trypsin was from Promega incubator. The reaction solution (100 l each) was then transferred to a 96-well dish and was analyzed by measuring absorbance at OD485 nm using a CHAMELEON microplate reader (Hidex).
Western blot analysis
Whole cells were extracted with sodium dodecyl sulfate (SDS) sample buffer and were boiled for 5 min at 95 o C followed by protein quantification using the Bradford reagent. Total proteins were separated using 10% or 13.5% SDS polyacrylamide gel electrophoresis (SDS-PAGE) and transferred to an NC membrane. The blot was blocked for 1 h at room 
Sample preparation, 2D electrophoresis, CBB staining and image analysis
Whole cells (attached and floating cells) were washed with PBS and prepared for 2D electrophoresis as previously described (33) . Protein samples (500 g each) were subjected to one-dimensional isoelectric focusing, followed by 2D electrophoresis on a 8.5-14% sucrose gradient polyacrylamide gel. The gels were fixed in fixing solution (40% methanol, 5% ortho-phosphoric acid) at room temperature for 3 h and were stained with CBB staining solution (17% ammonium sulfate, 3% phosphoric acid, 34% methanol, 0.1% CBB G) for 24 h. After destaining with H2O, gel images were obtained using a UMAX scanner (PowerLook 2100XL). A quantitative analysis of 8 CBB-stained images (DMSO-and simvastin-treated 2 groups) was performed using PDQuest software (Bio-Rad) according to the manufacturer's instructions.
Mass spectrometric analysis and database search
The CBB-stained protein spots were excised and finely chopped, and the gel pieces were destained, reduced, alkylated and in-gel tryptic digested as previously described (33) . The tryptic digested peptides were collected by extraction with 66% ACN/0.1% trifluoroacetic acid and were dried in a vacuum centrifuge. The peptides were resolved with 50% acetonitrile/0.1% trifluoroacetic acid solution, and 1.5 l of the sample was mixed with 1.5 l of matrix solution (10 mg of -cyano-4-hydroxycinnamic acid, 50% acetonitrile, 0.1% trifluoroacetic acid). The mixed tryptic peptides (1 l) were immediately spotted onto a 384-well target plate for mass spectrometric analysis. Peptide mass spectra were obtained using a ABI 4800 Plus TOF/TOF mass spectrometer (Applied Biosystems, Framingham, MA, USA) and were analyzed as previously described (34) .
Statistical significance
Statistical significance was determined using Student's t-test (P<0.05 was considered statistically significant).
